Numerous piperazine derivatives like aryl amide, sulfonamides, Mannich bases, Schiff bases, thiazolidinones, azetidinones, imidazolinones have shown a wide spectrum of biological activities viz. anti-inflammatory, antibacterial, antimalarial, anticonvulsant, antipyretic, antitumor, anthelmintics, analgesic, antidepressant, antifungal, antitubercular, anticancer, antidiabetic (Gan et al., 2009a,b). Keeping this in mind, we synthesized the title compound and here we report its crystal structure.
In the crystal structure of the title compound, C 19 H 21 F 3 N 2 O 2 S, the piperazine ring adopts a chair conformation. The dihedral angles between the mean plane of the piperazine ring and the tosyl and trifluoromethylphenyl rings are 74.52 (3) and 68.30 (2) , respectively. The sulfonamide N atom deviates from the plane defined by the three attached atoms by 0.327 (1) Å . The crystal structure is stabilized by weak C-HÁ Á Á interactions.
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For the synthesis, characterization and biological activity of piperazine and its derivatives, see: Gan et al. (2009a,b) Experimental Crystal data Table 1 Hydrogen-bond geometry (Å , ).
Cg is the centroid of the benzene ring of the trifluoromethylphenyl group (C1-C6).
D-HÁ
Symmetry code: (i) Àx; Ày þ 1; Àz þ 1.
Data collection: APEX2 (Bruker, 2009); cell refinement: APEX2 and SAINT-Plus (Bruker, 2009); data reduction: SAINT-Plus and XPREP (Bruker, 2009); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012); software used to prepare material for publication: SHELXL97.
Figure 1
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